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Position of motif sequence 1 



• S62 Y77 

1 I I 

StMuSP KMPI FNKTML I rYADSLGKNLKELNEH I EWYFGDA VGGVWLLPFFPSfGORGFAP I DYHE VDS AFGDUDDVKRL6EK YYLM 80 

StPSP KMPI QNKTM. I f YSDSLGNHLKDL YDNLEEHFGDA I GG WLLPFFPSTVDRGFAPVDYDEVDSAFGOMlDVKRLGEKYYLM 80 

StSSP KMTLTNKTML ITYSDSLGRNLKELDENISI YFGOA I GG WLLPFFP$r6DRGFAPVDYDKVDPAFGDW)DVKRL6AKYYLM 80 

StM i SP 1 : MPI QNKTM. I TYSDSLGNHLKDLYENLEEYFGDA 1 GGVHLLPFFPSTGDRGFAP VDYDEVDSAFGDflEDVKRLGEKYYLM 80 

LeuSPI 1 : ME I QNKAM. I T YADSLGKWLKO VHQVLKEOI GDA I GGVHLLPFFPSTGDRGFAPADYTR VDAAFGDWADVE ALGEEYYLM 80 

LeuSP2 1 : ME I QNKAM. I T YADSLGSNl KE VHQVLKEDI GDA I GGVHLLPFFPSTGDRGF APSDYTRVDATFGOWJDVE ALGQEYYtM 80 

OenSP 1 : MPVKNKAML I TYSDSMGKNI KELQY] LDKYI GDA f GGSfHLLPFFPSTGDRGFAPSOYTRVNPDFGDVEDVEELGKKYYLM 80 

L8SP 1 1 : MKLQMKAI L I TYPDSLGHNLKDLOHVhDRYFNKT I GG I HLLPFFPSN60RGFSPTRYDWEPKFGSWEDVEKLSQKYYLM 80 

LBSP2 1 : MPI ENKVM. I TYPDSLGKNLKELDEI LSEOLKGAVGGI HLLPFFPSTGDRGF APTGYTEVDPKFGD WSDI EK I GKKYYLM 80 

ListSP IZMQI KNK AM. 1 TYSDSLGKNMEEL SKVM^TYF EDA VGG I HLLPFFPSTGDRGF APS DYTTVDSDLG SUE I I EKLGEKYYLM 80 
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Position of motif sequence 2 



r 



V128 KI40 Q144 N 155 

i i i 4 

StMuSP 8 1: FDFMI NHI SRQSKYYKDYQEKHEASA YKDLFLNWDKF WPKN RPTQEDVDLI YKRKDRAPKQE I QFADGSVEHLWHTF 157 

StPSP 8 1: FDFMINHISRQSKYYKDYQEKHEASEFKALFLNWDKFWEN RPFQSDVDLI YKRKDRAPKQE I VFEDGSVEHLttfNTF 157 

StSSP 81:FDFMIHHISRQSKYYKDFCEKK0ASDYADLFLRWEKFWEKI RPFQADI DLI YKRKDKAPMQE I W ADGTKEHLWNTF 157 

StMiSP 81 IFDFMIUHISRQSKYYKDYQEKHEASEFKDLFLNWDKFUPEN — -RPTQSDVDLI YKRKDRAPKQE I VFEDGSVEHLWNTF 157 

LeoSPI 81:FDFMINHI$RESVMYQDFKKNHDDSKYKDFFI RtfEKFttfiKAGENRPTQADVDLI YKRKDKAPTQEI TF DDGTTE ML WMTF 160 

LeuSP2 8 1 1FDFMIMHI SRESEMYQDFKAMHDQSKYRDFF I RWEKF W1QAGPDRPTQADVDLI YKRKDKAP I QE I TFADGTTEHLWNTF 180 

OenSP 8l:FDFMINHISREStMYQDFKEKKDASSYKDFFI R1SEKF WKG---RPTKADI DLI YKRKDKAP I QGI TFADGSQEHLVWTF 157 

LBSP1 81:FDFMIMHL$KK$SYFEDFEAKHDKSKYSDLFLStfDKFUIPKG RPTKEDl DLI YKRKDKAP YQN I KFEDGTHEKMWMTF 157 

LBSP2 8 llFDFMI MHISRQSKFYKDFKQKKDKSKYADLFLSWDKFWEG — -RPTRKDI DLI YKRKDRAPYQE I TFTDGSKEKHMITF 157 

ListSP 8 1 : FDFUI NH I SRESLFFQOFKKEHLNSKYKDMF I Rl NDFFPPG RPNEKDLDLI YKRKDKAPFQE VEFADGGTELVWWTF 157 
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StMuSP 1 58: GEEQ IDLDVFKEVTMDF IRSTIENLAANGCOLI RLDAFA YAVKKLDTNOFFVEPE I WTLLDKVRD ! AA VSGAEl LPE I HE 237 

StPSP 1 58: GEEQ I DLDVTKEVTMEF I RKTI QHLASNGCDL I RLDAFA YAVKKLDTN OFF VEPD I WOLLDKVRD I AAEYGTELLPE I HE 237 

StSSP 1 58: GEEQ I DLDVTKE VTMDF I KKNI EHLAVNGCDL I RLDAFA YAVKKLDDIDFFVEPE I WDLLTKVQT 1 AKEAGADI LPEIHE 237 

StMiSP 1 58: GEEQ I DLDVTKEVTMEF I RKTI QHLASNGCDLt RLDAFAYAVKKLDTNDFFVEPD I WDLLDKVRDI AAEYGTELLPE I HE 237 

LeuSPI 161: GEEQ IDI DVHSA I AKEF I KTTLEOMVKHGANL I RLDAFAYAVKKVDTNDFFVEPEI WDTLNEVRE I LTPLKAEI LPE IHE 240 

LeuSP2 161 : GEEQ I D I DVNSQ I AKAF I KArLEDMVQHGANL IRLDAFAYAVKKVGTNOFFVEPEi WTVLNEVRD I LAPMHAEI LPEIHE 240 

OenSP 158:GDEQIDI NVKSKVAQEFFKDrLQSMVKHGADLIRLDAFAYAI KKIDTHDFFI EPE I VDLLESVRKI LDPLHAEI LPEIYE 237 

LBSP1 158:GP0QMDLDVRTKTTQDFI KHNLQNLSKHGASL I RLDAFA YAI KKLOTHDFFVEPE I WMLLEKVNDYLKDTPTTI LPEIHE 237 

LBSP2 1 58 : G EE Q I DMDVRKEVTQKF I KDTLRALI DHGAD I I RLDAFA YAVKKLDTHDFFVEPE I WDLLKQ VQDD I SDKG AMI LPE I HE 237 

ListSP 158: GEEQ I DLDVTAE VTKEF I RQTI KHMAAHGCSI LRLDAFAYAI KKLDTNDFFVEPE I tfDLLDEVKAEAAKYDMELLPEIHE 237 
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Position of motif sequence 3 

> 

D249 

StMuSP 238:HYTI QFKI ADHDWVTOFALPMVTLYSL YSGKVDRLAKWLKMSPhKQFTTLDTHDGI GVVDVKDI LTDEEI TYTSNELYK 317 
StPSP 238IHYSI QFKI ADHD WVYDFALPMVTLYTLYSSRTERLAKWLKMSPhKQFTTLDTHDGI GVVOVKDt LTDEEI DYASNELYK 317 
StSSP 238:HYSI0FKIAEHDYFI YDFALPMVFLYSL YSGRVQRLAOWLAKSPhKQFTTLDrHDGI GVVDVKDI LTDEEI A YTSOQLYK 317 
StMiSP 238:HYSI QFKIADHDYYVYDFALPMVTLYTLYSSRTERLAKWLKMSPKKQFTTLDTHDGI GVVDVKDI LTDEE I DYASNELYK 317 
LeuSPI 241 : HYS I PKKINDHGYFTYDFALPMTTLYTLYSGKTNQLAKWLKMSPfcKQFTTLDTHDGI GVVDARDI LTDDE I DYASEQLYK 320 
LeuSP2 241:HYTIPQKINAHGVFTY1)FALPMTVLYTLYSGKTNRLAMWLKQSPWQFTTLDTHDGI GVVDARDI LTDEEI DWSEELYK 320 
OenSP 238!HYTI PAKI NEYGff TWFVLPL VI LYTLYSGNPKQLAKWLKMSPKKQFTTLDTHDGI GVVDARDI LTDEEI DYTSSELYK 317 
LBSP1 238:HYTMPFKVAEHGYFI YDFALPMVLLYSL YSGNSTQLAAWLKKCPhKQFrTLOTHDGLGVVDAKDI LTDDQ I SYTTNELYK 317 
LBSP2 238:HYSMPFKISKHGYYI YDFALPMVTLYSLYSGKSNRLADWLKKCPhKQFTTLDTHDGI GVVDARDI LSPDEI KYTSHELYK 317 
L istSP 238IHYS I QMKI ANHDWI YDFALPMVMLYSL YSGRVERLAKWLEMSPhKQFTTLDTHDGI GVVDARDLLTDEELDYTSAELYK 317 
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StMuSP 3 1 8: VGANVNRKYSTAEYNNLDI YQI NSTYYSALGDDDQKYFLARL I QAFAPG I PQVYYVGFLAGKNDLELLESTKEGRN I NRH 397 

StPSP 318: VGAN VKRKYSS AEYNNLD I YQI NSTYYS ALGDDD VKYFL ARL I QAFAPG I PQ I YYVGLL AGKNDLKLLEETKEGRN I NRH 397 

StSSP 3 1 8: VGA NVN RKYST AEYNNLD I YQI NSTYYSALGDODKKYFLARL I QAFAPG I PQVYYVGLLAGKNDLKLLEKTKEGRN I NRH 397 

StMiSP 3 1 8: VGA N VKRKYSS AEYNNLD I YQI NSTYYS ALGDDD VKYFL ARL I QAFAPG I PQ WYVGLL A GKNDLKLLEE TKV6RN I NRH 397 

LeuSP 1 321: VGAN VKKTYSS ASYNNLD I YQI NSTYYS ALGNDD A AYLLSRVFQ VFAPG IPQI YYVGLL AGENDI ALLESTKEGRN I NRH 400 

LeuSP2 321: VGANVKKTYSSA AYNNLD I YQI NSTYYS ALGNDD A AYLLSRVFQ VFAPG IPQI YYVGLL AGENDI DLLESSKEGRN I NRH 400 

OenSP 318: VGAN VKRTYSSA AYNNLD I YQI NSTYYS ALGNDDKAYLL ARA I QIFAPGIPQI YYAGLL AGENDLDLLEKTKEGRN I NRH 397 

LBSP1 318: 1 GANVKKKYSSAEYHNLD I YQI NTTYYSALGNDDKKYFI ARLLQ I FAPG IPQI YYVGLL AGENDI QLLEKTKEGRDI NRH 397 

LBSP2 318: VGANVKKKYSSAEYHNLDI YQI NTTYYSALGNDDKKYFI ARLI QWAPGIPQWYVGM.AGKNDI ELLEKTKEGRNI NRH 397 

L istSP 318:1 GANVKK I YSSEKYNNLD I YQI NSTYYSALGDDDKSYLLARVI QCFAPG I PQ I YYVGLL AGKNDI DLLEETKEGRN I NRH 397 
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StMuSP 398: YYSSEEI AKEVKRPVViKALLNLFT'ffiNQSAAFDLDGR I EVETPNEATI VIERQNKDGSHI ATAEI NLQDM-TffiVTENDQ 478 

StPSP 398: YYSNEEI AKEVQRPVVKALLNLFSFRNRSEAFDLEGTTE I ETPT AHSI VI KRQNKDKSVTAWEI DLQNQ-TYRVI EN-- 474 

StSSP 398: YYSSEEI AHEVERPVVKALI KLFSVflNHSQAFDLDGSLETEVLDDHTI VI KRSNQDKSALAQAVI NLQDL-TYQVTENGQ 476 

StMiSP 398: YYSNEE I AEEVQRPVVKALLNLFSFRNRSVAFDLEGT IDVETPTAHSI VI KRQNKDKSVTAVAEI DLQNQ-TYRV 471 

LeuSPI 401:YYTREEVKSEVKRPVVANLLKLLSWRNESPAFDLAGSITVDTPTDTTI VVTRQDENGQNKAVLTADAA-NKTFEIVENGQ 479 

LeuSP2 40 1: YYTREEI KSAVKRPVVADLLALLSWRNQFSAFALDGT ITVETPSEHDI KITRTDHSGDNI Al LLANAK-TRTFVI TANGK 479 

OenSP 398: YYSEEEVANEVQRPI VACLLKLLAURNRSAAFDLQGD I QVSATDKNEI Kl I RTSTNGQDT AELTANVA-LKfFT I KENDK 476 

LBSP1 398: YVDLDEI AEQVQRPVVKSL1 KLLEFRNSVPAFDLEGS IKVETPSEHEI I VTRSNKAGTEVASTWOFKNL-DYQVKYNDQ 476 
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StMuSP 477:r-l SFE 

StPSP 475: GVEV 

StSSP 477:r-l FFE 

StMiSP 472: MRTEXKY — ILKT 

LeuSPI 480: FVWSSD NLTQN — 

Leu$P2 480:r«_QMK 

OenSP 477: 1 I L I EDQTDT-KDI 

LBSP1 477: VFNF 

LBSP2 477:VINF 

ListSP 477: M-l LI 
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